. Survival curves of T. evansi, T. ludeni and T. urticae on tomato, jimsonsweed, morning glory or bean leaf discs during 4 days. Different lowercase letters indicate significant differences in survival among mite species within plant species. Figure S2 . Relative proportion of alive, dead and missing T. evansi females after the infestation protocol (bottom to top). The asterisk (*) indicates a significant difference in the proportion of alive females among plant species.
. Survival curves of T. evansi on tomato, jimsonsweed, morning glory or bean leaf discs, either clean or pre-infested by conspecifics, followed during 4 days. n.s. indicates non-significant differences on daily fecundity among spider mites within plant species. Figure S4 . (A) Standard curve for Bradford assay. Markers represent the average (± s.e.) of the three replicated measurements of the known protein content present in the several BSA solutions (μg/mL): 0, 3, 10, 30, 50, 75, 100, 150, 250, 350, 450, 500. (B) Absorbance of three Bradford assays with different concentrations of BSA (0, 150 and 250 µ g/mL) in a spectral range of 450 to 700nm. Vertical lines point out the wavelength at which Bradford assay is usually performed (595nm) and the wavelength at which the assay was performed in this project. As represented in figure, the differences in absorbance in the quantification of 150 and 250 µ g/mL of protein are minimal. Table S3 . Description of the statistical models used in the analysis of the experiments presented in this study.
In Cox proportional hazard models (coxme) the response variables include censored individuals (whose death was accidental or by drown). Models with binomial error structure require a concatenated response variable binding together the number of successes and failures for a given outcome. Sampling size gives the number of plants or female mites included in each analysis. "Maximal model" gives the complete set of explanatory variables (and their interactions) included in the model. "Minimal model" gives the model containing only the significant variables and their interactions. Round brackets indicate that the variable was fitted as a random factor. Square brackets indicate the error structure used (n: normal errors, betab: betabinomial errors, coxme does not do predictions); zeroInflation indicates that the model accounts for a high proportion of zeros in the dataset; λ indicates the lambda value used in Box-Cox tranformations. plant: plants species, infest: infestation status (clean vs T. evansi pre-infested), spp: spider mite species tested, block: block. Survival (leaf disc)-day: day at which females die; Oviposition Rate -fecundity: number of eggs laid by each females; Relative proportion of offspring -embryonic mortality: number of unhatched eggs (=fecundity-hatch), dead juveniles: number of dead juveniles, total mortality: number of unhatched eggs and dead juveniles (total=unhatch+deadjuv); Trypsin inhibitors: estimate concentration of 
